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Summary
Background Oesophageal adenocarcinoma represents one of the fastest rising cancers in high-income countries. 
Barrett’s oesophagus is the premalignant precursor of oesophageal adenocarcinoma. However, only a few patients 
with Barrett’s oesophagus develop adenocarcinoma, which complicates clinical management in the absence of valid 
predictors. Within an international consortium investigating the genetics of Barrett’s oesophagus and oesophageal 
adenocarcinoma, we aimed to identify novel genetic risk variants for the development of Barrett’s oesophagus and 
oesophageal adenocarcinoma.
Methods We did a meta-analysis of all genome-wide association studies of Barrett’s oesophagus and oesophageal 
adenocarcinoma available in PubMed up to Feb 29, 2016; all patients were of European ancestry and disease was 
confi rmed histopathologically. All participants were from four separate studies within Europe, North America, and 
Australia and were genotyped on high-density single nucleotide polymorphism (SNP) arrays. Meta-analysis was done 
with a fi xed-eff ects inverse variance-weighting approach and with a standard genome-wide signifi cance threshold 
(p<5 × 10–⁸). We also did an association analysis after reweighting of loci with an approach that investigates annotation 
enrichment among genome-wide signifi cant loci. Furthermore, the entire dataset was analysed with bioinformatics 
approaches—including functional annotation databases and gene-based and pathway-based methods—to identify 
pathophysiologically relevant cellular mechanisms.
Findings Our sample comprised 6167 patients with Barrett’s oesophagus and 4112 individuals with oesophageal 
adenocarcinoma, in addition to 17 159 representative controls from four genome-wide association studies in Europe, 
North America, and Australia. We identifi ed eight new risk loci associated with either Barrett’s oesophagus or 
oesophageal adenocarcinoma, within or near the genes CFTR (rs17451754; p=4·8 × 10–¹⁰), MSRA (rs17749155; 
p=5·2 × 10–¹⁰), LINC00208 and BLK (rs10108511; p=2·1 × 10–⁹), KHDRBS2 (rs62423175; p=3·0 × 10–⁹), TPPP and CEP72 
(rs9918259; p=3·2 × 10–⁹), TMOD1 (rs7852462; p=1·5 × 10–⁸), SATB2 (rs139606545; p=2·0 × 10–⁸), and HTR3C and 
ABCC5 (rs9823696; p=1·6 × 10–⁸). The locus identifi ed near HTR3C and ABCC5 (rs9823696) was associated specifi cally 
with oesophageal adenocarcinoma (p=1·6 × 10–⁸) and was independent of Barrett’s oesophagus development (p=0·45). 
A ninth novel risk locus was identifi ed within the gene LPA (rs12207195; posterior probability 0·925) after reweighting 
with signifi cantly enriched annotations. The strongest disease pathways identifi ed (p<10–⁶) belonged to muscle cell 
diff erentiation and to mesenchyme development and diff erentiation.
Interpretation Our meta-analysis of genome-wide association studies doubled the number of known risk loci for 
Barrett’s oesophagus and oesophageal adenocarcinoma and revealed new insights into causes of these diseases. 
Furthermore, the specifi c association between oesophageal adenocarcinoma and the locus near HTR3C and ABCC5 
might constitute a novel genetic marker for prediction of the transition from Barrett’s oesophagus to oesophageal 
adenocarcinoma. Fine-mapping and functional studies of new risk loci could lead to identifi cation of key molecules 
in the development of Barrett’s oesophagus and oesophageal adenocarcinoma, which might encourage development 
of advanced prevention and intervention strategies.
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Introduction
Oesophageal adenocarcinoma is a fatal cancer that ranks 
eleventh in mortality among all malignant disorders.1 
Although new treatment strategies—eg, neoadjuvant 
chemoradiotherapy—have improved survival, patients 
with oesophageal adenocarcinoma still have a poor 
prognosis.2 Barrett’s oesophagus is the premalignant 
precursor of oesophageal adenocarcinoma and is 
characterised by a metaplastic change of the stratifi ed 
squamous epithelium in the distal oesophagus to a 
glandular so-called intestinalised epithelium.3 The main 
risk factor for Barrett’s oesophagus is gastro-oesophageal 
refl ux, whereby gastric acid chronically damages the 
epithelium of the distal oesophagus.3 However, although 
Barrett’s oesophagus has an estimated prevalence of up to 
5·6% in the population,4 only a few patients with this 
disorder—roughly 0·12% every year—develop oesophageal 
adenocarcinoma.5 This low progression rate complicates 
clinical management of Barrett’s oesophagus because no 
valid predictors for the transition from Barrett’s oesophagus 
to oesophageal adenocarcinoma exist, and thus there are 
no eff ective surveillance and intervention strategies. 
Barrett’s oesophagus and oesophageal adenocarcinoma 
have heritable components with substantial overlap in 
the set of genes contributing to risk of each condition.6 
However, genetic risk factors contributing specifi cally to 
Barrett’s oesophagus or oesophageal adenocarcinoma 
alone might also exist. So far, genome-wide association 
studies have identifi ed four loci within or near MHC, 
FOXF1, GDF7, and TBX5 associated with the develop-
ment of Barrett’s oesophagus,7,8 and four additional loci 
within or near CRTC1, BARX1, FOXP1, and ALDH1A2 
associated with development of both Barrett’s oesophagus 
and oesophageal adenocarcinoma.8,9 However, because of 
small sample sizes analysed so far, these loci account for 
only a part of the genetic variance of Barrett’s oesophagus 
and oesophageal adeno carcinoma.6 Furthermore, these 
loci are insuffi  cient to predict the transition from 
Barrett’s oesophagus to oesophageal adenocarcinoma, 
because no specifi c marker for oesophageal adeno-
carcinoma has been identifi ed up to now.
Therefore, our international consortium aimed to do a 
meta-analysis of all available datasets from genome-wide 
association studies for Barrett’s oesophagus and 
B Schumacher MD, 
H Neuhaus MD); Department of 
Interdisciplinary Endoscopy, 
University Hospital 
Hamburg-Eppendorf, Hamburg, 
Germany (Prof M Anders MD, 
T Noder BN, Prof T Rösch MD); 
Department of 
Gastroenterology and 
Interdisciplinary 
Endoscopy, Vivantes 
Wenckebach-Klinikum, Berlin, 
Germany (Prof M Anders); 
Institute of Human Genetics, 
and Department of Genomics, 
Life & Brain Center, University of 
Bonn, Bonn, Germany 
(J Becker PhD, T Hess MSc, 
A C Böhmer PhD, 
Prof M M Nöthen MD, 
J Schumacher MD); Department 
of Gastroenterology, 
Hepatology and Infectious 
Diseases, Otto-von-Guericke 
University Hospital, 
Magdeburg, Germany 
(M Venerito MD); Institute of 
Pathology, Klinikum Bayreuth, 
Bayreuth, Germany (L Veits MD, 
M Vieth MD); Department of 
General, Visceral and 
Transplantation Surgery, 
University of Heidelberg, 
Heidelberg, Germany 
(T Schmidt MD, K Ott MD); 
Department of Internal 
Medicine II, Horst Schmidt 
Kliniken Hospital, Wiesbaden, 
Germany (H Manner MD); 
Department of General, Visceral 
and Cancer Surgery, University 
of Cologne, Cologne, Germany 
(C Schmidt MD, 
Prof A H Hölscher MD); 
Department of General, Visceral 
and Thoracic Surgery, University 
Medical Center 
Hamburg-Eppendorf, University 
of Hamburg, Hamburg, 
Germany (Prof J R Izbicki PhD, 
Y Vashist MD); Department of 
General, Visceral and Transplant 
Surgery, University Medical 
Center, University of Mainz, 
Mainz, Germany 
(Prof H Lang MD); Department 
of General and Visceral Surgery, 
Sana Klinikum, Offenbach, 
Germany (D Lorenz MD); 
Department of Internal 
Medicine and Gastroenterology, 
Elisabeth Hospital, Essen, 
Germany (B Schumacher); 
Gastropraxis, Wiesbaden, 
Germany (A Hackelsberger MD); 
Gastroenterologie am 
Burgweiher, Bonn, Germany 
(R Mayershofer MD); 
Department of 
Gastroenterology and 
Interventional Endoscopy, 
Centre, Cambridge Experimental Cancer Medicine Centre, Else Kröner Fresenius Stiftung, Wellcome Trust, Cancer 
Research UK, AstraZeneca UK, University Hospitals of Leicester, University of Oxford, Australian Research Council.
Copyright © The Author(s). Published by Elsevier Ltd. This is an Open Access article under the CC BY license.
Research in context
Evidence before this study
We searched PubMed on Feb 29, 2016, to identify genetic risk 
markers for Barrett’s oesophagus and oesophageal 
adenocarcinoma identifi ed through genome-wide association 
studies. We did not apply any publication date restrictions. 
The search was restricted to papers published in the English 
language. Search terms were: (“esophageal” OR “oesophageal” 
OR “esophagus” OR “oesophagus”) AND (“Barrett’s” OR 
“adenocarcinoma”) AND (“genome wide association study” OR 
“GWAS”). Three genome-wide association studies have been 
published to date and have led to the identifi cation of eight 
genetic risk loci contributing to both Barrett’s oesophagus and 
oesophageal adenocarcinoma. These encouraging fi ndings, 
however, account for only a part of the genetic risk for Barrett’s 
oesophagus and oesophageal adenocarcinoma. In particular, no 
variants have been identifi ed so far that contribute solely to 
development of oesophageal adenocarcinoma and, thereby, 
might serve as markers for more eff ective surveillance and 
intervention strategies for Barrett’s oesophagus.
Added value of this study
Within an international consortium, we did a meta-analysis of 
four datasets available to date from genome-wide association 
studies, totalling more than 27 000 individuals. We identifi ed 
nine new risk loci for Barrett’s oesophagus or oesophageal 
adenocarcinoma, or both, which represents a doubling of the 
number of known risk loci. The most strongly associated new 
risk variant is located within CFTR, mutations of which lead to 
cystic fi brosis. Patients with cystic fi brosis show highly increased 
incidence of gastro-oesophageal refl ux, and this refl ux 
represents the main risk factor for Barrett’s oesophagus and 
oesophageal adenocarcinoma. Therefore, our data suggest that 
cystic fi brosis, Barrett’s oesophagus, and oesophageal 
adenocarcinoma might have a common pathophysiological 
feature of gastro-oesophageal refl ux, with CFTR playing an 
important part in this process. We also identifi ed a risk variant 
near HTR3C/ABCC5 that was associated solely with development 
of oesophageal adenocarcinoma. This variant might constitute a 
novel marker for the prediction of transition from Barrett’s 
oesophagus to oesophageal adenocarcinoma.
Implications of all the available evidence
Identifi cation of novel risk loci and cellular pathways provides 
further insights into the causes of Barrett’s oesophagus and 
oesophageal adenocarcinoma and impetus for further 
functional studies. The marker specifi c to oesophageal 
adenocarcinoma should help to identify patients at higher risk 
for the transition from Barrett’s oesophagus to oesophageal 
adenocarcinoma. Together, this information should lead to 
better molecular treatments and individualised prevention and 
intervention strategies for clinical management of Barrett’s 
oesophagus and oesophageal adenocarcinoma.
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oesophageal adenocarcinoma to identify additional 
genetic variants associated with risk for both disorders. 
Furthermore, we aimed to identify genetic variants 
that contribute specifi cally to risk for oesophageal 
adenocarcinoma and, thereby, might serve as markers for 
individualised surveillance and intervention strategies for 
Barrett’s oesophagus. To our knowledge, our study is the 
fi rst in which datasets from genome-wide association 
studies have been analysed using bioinformatics 
approaches to gain further information about the 
underlying genes and cellular pathways associated with 
Barrett’s oesophagus and oesophageal adenocarcinoma. 
Methods
Study design and participants
We obtained genome-wide genotype data for patients 
with Barrett’s oesophagus, individuals with oesophageal 
adenocarcinoma, and representative controls from 
four genome-wide association studies in Europe, North 
America, and Australia:7–9 the Barrett’s and Esophageal 
Adenocarcinoma Consortium (BEACON) study; and 
studies from Bonn, Cambridge, and Oxford (appendix 
pp 5–6, 11). Data from the Bonn study are unpublished; 
the Oxford study did not contribute data for patients 
with oesophageal adenocarcinoma. All participants were 
of European ancestry, and DNA samples extracted from 
blood or saliva were genotyped on high-density single 
nucleotide polymorphism (SNP) arrays (Illumina, 
San Diego, CA, USA). 
Patients with Barrett’s oesophagus were identifi ed 
by histopathological diagnosis of intestinal metaplasia, 
and individuals with oesophageal adenocarcinoma had 
a histopathological diagnosis of adenocarcinoma. 
We excluded all other patients. Informed consent was 
obtained in the four studies from all participants and 
ethics approval was obtained from the ethics boards of 
every participating institution. 
Procedures
We did a quality control assessment of genotyped 
markers, genotyped individuals, and the imputation, 
using the same protocol at all participating sites. We used 
PLINK version 1.9010 for quality control. We removed all 
individuals with more than 3% of missing genotypes; 
SNPs with a successful genotyping rate of less than 97%; 
SNPs with a minor allele frequency less than 0·01; SNPs 
with a p value of less than 0·0001 in controls and less 
than 5 × 10−¹⁰ in patients for Hardy-Weinberg equilibrium; 
and SNPs with a signifi cant (p<0·001) diff erence in 
missingness between cases and controls. Based on 
identity by descent calculated from autosomal markers, 
we removed one of each pair of individuals with high 
levels of relatedness (p-hat>0·2) and a higher proportion 
of missing genotypes. We also removed participants who 
lay beyond six SDs from the mean of the fi rst two 
genotypic principal components of the 1000 Genomes 
European descent population.11
For the imputation, we used SHAPEIT version 2.1212 
for phasing of the genotyped SNPs and IMPUTE2 
version 2.3.113,14 for imputation of missing SNPs, using 
the 1000 Genomes Phase 1 haplotypes (June, 2014 release) 
as a reference panel.15 We did the imputation in 5 Mb 
sections. We set a 250 kb buff er fl anking the imputation 
sections and an eff ective size of the sampled population 
of 20 000, as recommended for IMPUTE2 version 2.3.1.13,14
Statistical analysis
We did association testing for Barrett’s oesophagus and 
oesophageal adenocarcinoma as separate disorders. We 
then repeated the analysis after combining the two groups 
of patients into a single group. We assessed associations in 
SNPTEST version 2.5.2,16 adjusted for sex and study-specifi c 
top principal components, under an additive genetic 
model using dosage scores (based on the probabilities for 
each of the three possible genotypes of every SNP) obtained 
from the imputation. Dosage scores account for imputation 
uncertainty in the association analysis, by contrast with the 
best-guess approach, whereby the most probable genotype 
of every SNP obtained from imputation is regarded as the 
actual genotype for that SNP. We calculated the genomic 
infl ation factor lambda (λ) to ensure that the results were 
not aff ected by model mis-specifi cation. A high infl ation 
factor might indicate presence of population stratifi cation, 
unknown familial relationships, undetected sample 
duplications, technical problems with the data, or 
application of incorrect statistical methods.
We analysed SNPs that passed the post-imputation 
quality control assessment in every study (imputation 
quality score >0·4, minor allele frequency >0·001) and 
were present in at least three studies of Barrett’s 
oesophagus and two studies of oesophageal adeno-
carcinoma. An imputation quality score greater than 0·4 
ensures that SNPs that were not well imputed were 
excluded, and a minor allele frequency greater than 
0·001 ensures that SNPs that were not common in our 
study population were excluded from the analysis 
(appendix pp 5–6). We did the meta-analysis with the 
fi xed-eff ects inverse variance-weighting approach in 
METAL version 2011-03-25,17 with a standard genome-
wide signifi cant threshold of 5 × 10–⁸.
We investigated the presence of genetic heterogeneity 
between studies with the I² statistic, and we calculated 
p values for heterogeneity with Cochran’s Q test, as 
implemented in METAL version 2011-03-25.17 Presence of 
genetic heterogeneity indicates that eff ect sizes are not 
similar between studies, emphasising the possibility of a 
distribution of true eff ect sizes between studies. 
Random-eff ects meta-analysis deals with this situation 
by decomposing the observed variance into its 
two components, within and between study variance, 
and uses both components for weighting. We did 
random-eff ects meta-analysis in PLINK version 1.9010 for 
all genome-wide signifi cant SNPs that showed signifi cant 
genetic heterogeneity (p for heterogeneity <0·05).
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We created Q-Q and Manhattan plots for the 
meta-analysis in R. We used LocusZoom version 1.118 to 
create regional association plots for genome-wide 
signifi cant results. 
To investigate whether independent associations 
exist in regions of genome-wide signifi cance, we did 
association analyses conditioned on the strongest 
associated SNP in every region (1 Mb either side of the 
top SNPs) with meta-analysis summary statistics and 
the approach implemented in GCTA version 1.25.2.19 
This approach uses both summary-level statistics from 
genome-wide association studies and estimated linkage 
disequilibrium from a reference sample (the imputed 
BEACON data in this study) to investigate whether 
single or multiple independent associations exist for 
every locus. 
Because some SNPs could be associated with Barrett’s 
oesophagus and oesophageal adenocarcinoma but not 
meet the genome-wide signifi cance threshold because 
of insuffi  cient statistical power (ie, SNPs with small 
eff ect sizes cannot be detected in our current sample 
size using stringent criteria for signifi cance), we used 
a new approach20 in which functional annotation 
information from genome-wide signifi cant loci is 
used to reweight the results. Incorporating functional 
annotation information to reweight data from genome-
wide association studies could result in identifi cation 
of new risk loci that otherwise might not reach 
the genome-wide signifi cance threshold in standard 
genome-wide association studies. This approach, which 
is implemented in fgwas version 1.0,20 is capable 
of identifying additional high-confi dence risk loci, 
resulting in a roughly 5% increase in the number of 
identifi ed loci when tested on previously published data 
from genome-wide association studies.20 We looked at 
enrichment of 450 genomic annotations as implemented 
in fgwas version 1.020 (default settings: 5000 SNPs 
per window). We derived the best annotations from 
genome-wide signifi cant loci in the Barrett’s oesophagus 
and oesophageal adenocarcinoma combined analysis. 
We fi rst considered annotations separately to see if they 
were individually signifi cant. Some annotations were 
correlated and, hence, we built a model by adding terms 
sequentially in decreasing order of signifi cance until no 
more annotations signifi cantly (p<0·05) improved 
the log-likelihood of the model. We then applied 
the cross-validation approach implemented in fgwas 
version 1.0 to ensure no over-fi tting in the fi nal model. 
We used this fi nal Bayesian model to derive a prior 
distribution for the remainder of the genome. We 
calculated the posterior probability of association based 
on the derived prior distribution. A posterior probability 
greater than 0·9 in this approach performed 
similarly to the genome-wide signifi cance threshold in 
genome-wide association studies (p<5 × 10–⁸) based 
on the analysis20 of previously published genome-wide 
association studies.20
We did gene-based association tests with the approach 
implemented in VEGAS version 2,21 a simulation-based 
approach that combines the test statistics for single 
variants within gene boundaries while accounting for 
linkage disequilibrium between markers. We set the 
Bonferroni-corrected threshold for gene-wide signi-
fi cance to a p value of less than 2·8 × 10−⁶ (considering 
17 787 autosomal genes used in VEGAS version 2).
We analysed pathways and tissue enrichment with 
methods implemented in DEPICT version 1.1.22 The 
preference is to use genome-wide signifi cant SNPs as 
long as at least ten independent loci are available. 
However, because of the polygenic basis of complex 
traits, restricting the pathways analysis to only genome-
wide signifi cant SNPs might result in some informative 
data being missed. This omission is because many SNPs 
that do not meet the genome-wide signifi cance threshold 
might still be associated with either Barrett’s oesophagus 
or oesophageal adenocarcinoma (or both), but might not 
be detected because of insuffi  cient statistical power. 
Accordingly, we included loci from the combined 
Barrett’s oesophagus and oesophageal adenocarcinoma 
meta-analysis that achieved one of three p value 
thresholds (p<5 × 10–⁸, p<10–⁶, and p<10–⁴) for pathways 
analysis. We set the Bonferroni-corrected threshold for 
pathways analysis at a p value of less than 1·15 × 10–⁶ 
(considering multiple testing with the three p-value 
thresholds and assuming all 14 463 pathways used in 
DEPICT version 1.1 are independent) and a false discovery 
rate of less than 0·05. Similarly, we set the Bonferroni-
corrected threshold for tissue-enrichment analysis to a 
p value of less than 8 × 10–⁵ (considering multiple testing 
with the three p-value thresholds and assuming that 
gene expression in all 209 tissue and cell samples used in 
DEPICT version 1.1 is independent) and a false discovery 
rate less than 0·05. 
We did bioinformatics analyses as described in the 
appendix (p 6). We investigated whether published risk 
loci for gastro-oesophageal refl ux-predisposing traits 
(eg, body-mass index [BMI] and obesity), which have 
shown genome-wide signifi cant associations,23 represent 
risk loci for Barrett’s oesophagus and oesophageal 
adeno carcinoma. We also estimated the peak SNPs 
identifi ed in this study in the genome-wide association 
analysis for BMI undertaken by the Genetic Investigation 
of ANthropometric Traits (GIANT) consortium.24 
Additional details of methods used for functional 
annotation enrichment analysis, gene-based analysis, 
and tissue enrichment analysis are in the appendix (p 7).
Role of the funding source
The funders had no role in study design, data collection, 
data analysis, data interpretation, or writing of the report. 
The corresponding author had full access to all data in 
the study, except personal identifying information, and 
had fi nal responsibility for the decision to submit for 
publication. 
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Results
6167 people with Barrett’s oesophagus, 4112 individuals 
with oesophageal adenocarcinoma, and 17 159 represen-
tative controls from four genome-wide association 
studies in Europe, North America, and Australia were 
included in the meta-analysis. In total, 11 942 825 SNPs 
for Barrett’s oesophagus, 13 074 274 for oesophageal 
adenocarcinoma, and 11 951 684 for both Barrett’s 
oesophagus and oesophageal adenocarcinoma were 
used for the meta-analysis of genome-wide association 
studies. Q-Q and Manhattan plots from the separate 
Barrett’s oesophagus and oesophageal adenocarcinoma 
meta-analyses, and from the combined Barrett’s 
oesophagus and oesophageal adenocarcinoma meta-
analysis, are shown in the appendix (pp 8–9). The scaled 
genomic infl ation factor lambda (λ) was 1·043 for the 
Barrett’s oesophagus meta-analysis, 1·005 for the 
oesophageal adenocarcinoma meta-analysis, and 1·049 
for the combined Barrett’s oesophagus and oesophageal 
adenocarcinoma meta-analysis. 
Five genome-wide signifi cant associated loci (p<5 × 10–⁸) 
were identifi ed for Barrett’s oesophagus alone, of which 
three were not previously reported (appendix p 11). 
Moreover, fi ve genome-wide signifi cant associated loci 
(p<5 × 10–⁸) for oesophageal adeno carcinoma alone were 
identifi ed, of which four were previously unreported 
(appendix p 12). The combined meta-analysis for Barrett’s 
oesophagus and oesophageal adenocarcinoma identifi ed 
14 genome-wide signifi cant associated loci (p<5 × 10–⁸), of 
which seven were previously unreported (table). Of note, 
all seven new genome-wide signifi cant loci from 
the separate Barrett’s oesophagus and oesophageal 
adenocarcinoma meta-analyses were also identifi ed in the 
combined meta-analysis except for one locus on 
chromosome 3q27 near HTR3C and ABCC5 (rs9823696) 
that was only recorded in the oesophageal adenocarcinoma 
meta-analysis and, therefore, was specifi c for this disorder 
(risk for oesophageal adenocarcinoma: odds ratio [OR] 
1·17, 95% CI 1·11–1·24; p=1·64 × 10–⁸; risk for Barrett’s 
oesophagus: 1·02, 0·97–1·06; p=0·45). By contrast, all risk 
loci identifi ed for Barrett’s oesophagus were also 
associated with oesophageal adenocarcinoma (at least 
p<0·02; appendix p 13). 
Regional association results for all novel Barrett’s 
oesophagus and oesophageal adenocarcinoma loci are 
shown in fi gure 1. The most strongly associated SNPs 
were rs17451754 on chromosome 7q31 within CFTR 
(p=4·77 × 10–¹⁰; fi gure 1A), rs17749155 on chromosome 
8p23 within MSRA (p=5·21 × 10–¹⁰; fi gure 1B), rs10108511 
on chromosome 8p23 within LINC00208 and BLK 
(p=2·12 × 10–⁹; fi gure 1C), rs62423175 on chromosome 
6q11 near KHDRBS2 and MTRNR2L9 (p=2·95 × 10–⁹; 
fi gure 1D), rs9918259 on chromosome 5p15 within TPPP 
and CEP72 (p=3·23 × 10–⁹; fi gure 1E), rs7852462 on 
chromosome 9q22 within TMOD1 (p=1·49 × 10–⁸; 
fi gure 1F), and rs139606545 on chromosome 2q33 near 
SATB2 (p=2·02 × 10–⁸; fi gure 1G). We identifi ed an 
additional risk locus for Barrett’s oesophagus and 
oesophageal adenocarcinoma (rs12207195) at the gene 
LPA on chromosome 6q26 (fi gure 1H). Although 
rs12207195 did not reach genome-wide signifi cance in the 
frequentist analysis (p=2·1 × 10–⁷), the posterior probability 
for the region containing LPA was 0·925 in the empirical 
Bayesian approach (compared with 0·863 without 
weighting by annotation; appendix p 7), corresponding to 
p<5 × 10–⁸ in the frequentist inference. The appendix (p 13) 
shows the association results of the top associated SNPs 
from the combined meta-analysis in the separate Barrett’s 
oesophagus and oesophageal adenocarcinoma analyses. 
Figure 2 shows regional association results for 
the oesophageal adenocarcinoma-specifi c locus near 
HTR3C and ABCC5 (rs9823696) in oesophageal 
Chromosome Position* Tested allele Other allele Nearest gene or region INFO score† Odds ratio (95% CI) p p for heterogeneity
rs7255 2 20878820 T C GDF7 and LDAH 0·92 1·14 (1·09–1·18) 9·1 × 10–¹¹ 0·78
rs2464469 15 58362025 A G ALDH1A2 0·97 0·89 (0·85–0·92) 4·6 × 10–¹⁰ 0·19
rs17451754‡ 7 117256712 A G CFTR 0·97 0·84 (0·80–0·89) 4·8 × 10–¹⁰ 0·61
rs17749155‡ 8 10068073 A G MSRA 0·91 1·18 (1·12–1·24) 5·2 × 10–¹⁰ 0·77
rs10108511‡ 8 11435516 T C LINC00208 and BLK 0·98 1·12 (1·08–1·16) 2·1 × 10–⁹ 0·84
rs2687202 3 70929983 T C FOXP1 0·99 1·13 (1·08–1·17) 2·3 × 10–⁹ 0·92
rs1247942 12 114673723 C G LOC105369996 and TBX5 0·98 0·89 (0·86–0·92) 2·3 × 10–⁹ 0·91
rs62423175‡ 6 62195368 A G KHDRBS2 and MTRNR2L9 0·87 1·17 (1·11–1·23) 3·0 × 10–⁹ 0·29
rs9918259‡ 5 663092 T C TPPP and CEP72 0·56 1·20 (1·13–1·27) 3·2 × 10–⁹ 0·037
rs9257809 6 29356331 A G MHC region 0·91 1·23 (1·14–1·31) 5·9 × 10–⁹ 0·35
rs7852462‡ 9 100310501 T C TMOD1 0·94 0·89 (0·86–0·93) 1·5 × 10–⁸ 0·54
rs139606545‡ 2 200045039 T C SATB2 0·98 0·90 (0·86–0·93) 2·0 × 10–⁸ 0·27
rs1979654 16 86396835 C G LOC732275 and FOXF1 0·97 0·90 (0·86–0·93) 3·3 × 10–⁸ 0·29
rs199620551 19 18804294 T TG CRTC1 0·96 0·90 (0·87–0·93) 4·7 × 10–⁸ 0·68
SNP=single nucleotide polymorphism. *Position in Genome Reference Consortium human genome (build 37). †Average of imputation quality score (INFO score) between cohorts. ‡New risk variants at 
genome-wide signifi cance level (p<5 × 10–⁸).
Table: Top SNPs from loci meeting the threshold for genome-wide signifi cance in the combined Barrett’s oesophagus and oesophageal adenocarcinoma meta-analysis 
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Figure 1: Regional plots for 
loci meeting the threshold 
for genome-wide 
signifi cance in both Barrett’s 
oesophagus and oesophageal 
adenocarcinoma
Regional associations for the 
most signifi cantly associated 
single nucleotide 
polymorphisms (SNPs; marked 
as solid purple diamonds) in 
the combined Barrett’s 
oesophagus and oesophageal 
adenocarcinoma 
meta-analysis (includes 
10 279 patients with Barrett’s 
oesophagus and oesophageal 
adenocarcinoma and 
17 159 controls). Pairwise 
correlations (r²) between the 
top SNP and the other SNPs in 
a 400 kb fl anking region are 
illustrated by diff erent colours. 
Grey dots denote the SNPs 
that were not present in the 
reference panel that was used 
to calculate linkage 
disequilibrium between SNPs. 
Light orange spikes show 
estimated recombination 
rates. (A) rs17451754 
on chromosome 7q31 within 
CFTR. (B) rs17749155 on 
chromosome 8p23 within 
MSRA. (C) rs10108511 on 
chromosome 8p23 within 
LINC00208 and BLK. 
(D) rs62423175 on 
chromosome 6q11 near 
KHDRBS2 and MTRNR2L9. 
(E) rs9918259 on 
chromosome 5p15 within 
TPPP and CEP72. 
(F) rs7852462 on 
chromosome 9q22 within 
TMOD1. (G) rs139606545 on 
chromosome 2q33 near 
SATB2. (H) rs12207195 on 
chromosome 6q26 within 
LPA. cM=centimorgan.
−l
og
10
 (p
 v
al
ue
)
−l
og
10
 (p
 v
al
ue
)
0
20
40
60
80
100
Recom
bination rate (cM
/M
b)
Recom
bination rate (cM
/M
b)
−l
og
10
 (p
 v
al
ue
)
Recom
bination rate (cM
/M
b)
−l
og
10
 (p
 v
al
ue
)
Recom
bination rate (cM
/M
b)
−l
og
10
 (p
 v
al
ue
)
Recom
bination rate (cM
/M
b)
rs17451754
ST7
WNT2
ASZ1 CFTR CTTNBP2
117·0 117·2 117·4 117·6
Position on chromosome 7 (Mb)
Plotted SNPs
Plotted SNPs
Plotted SNPs
Plotted SNPs
rs17749155
LINC00599
MIR124−1
MSRA PRSS55
RP1L1
9·8 10·0 10·2 10·4
Position on chromosome 8 (Mb)
0
2
4
6
8
10
20
40
60
80
100
rs10108511
XKR6
MTMR9
SLC35G5
TDH
C8orf12
FAM167A
BLK
LINC00208
GATA4
NEIL2
FDFT1
CTSB
DEFB136
11·811·611·411·2
Position on chromosome 8 (Mb)
rs62423175
KHDRBS2
62·462·262·061·8
Position on chromosome 6 (Mb)
0
2
4
6
8
10
0
20
40
60
80
100
rs9918259
PDCD6
AHRR
C5orf55
EXOC3
PP7080
SLC9A3
MIR4456 CEP72
TPPP
ZDHHC11
BRD9
TRIP13
LOC100506688
NKD2
SLC12A7
MIR4635
0·4
199·8 200·0 200·2 200·4 160·6 160·8 161·0 161·2
100·0 100·2 100·4 100·60·6 0·8 1·0
Position on chromosome 5 (Mb)
0
2
4
6
8
10
0
20
40
60
80
100
rs139606545
SATB2 SATB2-AS1
Position on chromosome 2 (Mb)
rs7852462
LOC100499484
LOC100499484−C9ORF174
C9orf174
LOC286359
TDRD7
TMOD1
TSTD2
NCBP1
XPA
FOXE1
C9orf156
HEMGN
Position on chromosome 9 (Mb)
rs12207195
SLC22A1
SLC22A2
SLC22A3
LPAL2
LPA PLG
Position on chromosome 6 (Mb)
0
2
4
6
8
10
0
A B
C D
E F
G H
r2
0·8
0·6
0·4
0·2
Articles
www.thelancet.com/oncology   Vol 17   October 2016 1369
adenocarcinoma and in Barrett’s oesophagus. Although 
we did not identify any secondary peaks (ie, associations 
of SNPs with oesophageal adenocarcinoma and Barrett’s 
oesophagus that were independent of the top hits) at 
genome-wide signifi cance in the conditional association 
analysis of the combined meta-analysis, two loci 
(rs34817486 near FOXF1-AS1 [also known as FENDRR] 
and FOXF1, and rs62331139 near LPCAT1 and SLC6A3) 
showed some evidence of secondary peaks (p<10–⁵; 
appendix p 10).
Of the nine newly identifi ed risk loci, only SNPs within 
or near TPPP and CEP72 showed signifi cant (p<0·05) 
heterogeneity for the magnitudes of association of 
SNPs between studies in the fi xed-eff ects meta-analysis 
(heterogeneity I²=64·5 and p=0·0375 for rs9918259, the 
most signifi cantly associated SNP at this locus; table). All 
studies in this meta-analysis showed the same direction 
of eff ect for risk alleles at this locus. However, the 
magnitude of association was larger in the Bonn study 
compared with the other studies—ie, the Bonn study 
OR was 1·43 (95% CI 1·25–1·64) for the risk allele of 
rs9918259, whereas it was 1·18 (1·08–1·29) in the 
BEACON study, 1·11 (0·98–2·49) in the Cambridge 
study, and 1·12 (0·99–1·28) in the Oxford study. 
Under a random-eff ects model, the SNP rs9918259 was 
less signifi cantly associated with Barrett’s oesophagus 
and oesophageal adenocarcinoma in the combined 
meta-analysis (p=4·7 × 10–⁴) than with the fi xed eff ects 
meta-analysis (p=3·2 × 10–⁹). Consistent with p values for 
heterogeneity for the other risk loci (table), the magnitude 
and direction of eff ect were consistent between all studies 
for the remaining risk loci. Thus, we did not do a 
random-eff ects meta-analysis for these loci.
All previously reported genome-wide signifi cant 
loci7–9—including GDF7, ALDH1A2, TBX5, CRTC1, 
FOXP1, FOXF1, and the MHC region (table)—were also 
associated with both Barrett’s oesophagus and 
oesophageal adenocarcinoma at the genome-wide 
signifi cance threshold. Only the BARX1 locus9 did not 
meet the genome-wide signifi cance threshold, but it still 
showed strong association with Barrett’s oesophagus 
and oesophageal adenocarcinoma in the combined 
meta-analysis (p=6·2 × 10–⁷ for rs11789015). Apart from 
the risk loci identifi ed in the single variant analysis, we 
did not identify other loci reaching gene-based 
genome-wide signifi cance (p<2·8 × 10–⁶) after correction 
for genomic infl ation in the gene-based association 
analysis (appendix p 7). 
In the pathway analyses, no pathways were 
signifi cantly associated with Barrett’s oesophagus 
and oesophageal adenocarcinoma at the thresholds 
p<1·15 × 10–⁶ and false discovery rate <0·05 using SNPs 
satisfying p<5 × 10–⁸ and p<10–⁶ in the combined 
meta-analysis. However, for SNPs satisfying p<1 × 10–⁴ 
in the combined meta-analysis, four pathways were 
signifi cantly associated with Barrett’s oesophagus and 
oesophageal adenocarcinoma (appendix p 14): negative 
regulation of muscle-cell diff erentiation (GO:0051148); 
mesenchyme development (GO:0060485); BMPR2 PPI 
subnetwork (ENSG00000204217); and mesenchymal 
cell diff erentiation (GO:0048762). Separate Barrett’s 
oesophagus and oesophageal adeno carcinoma pathways 
analyses with these thresholds did not identify any 
signifi cant pathway. In tissue enrichment analyses, 
genes within the combined Barrett’s oesophagus and 
Figure 2: Regional plots for the oesophageal adenocarcinoma-specifi c locus rs9823696 near HTR3C and ABCC5 
Regional associations for the most signifi cantly associated single nucleotide polymorphism (SNP; marked as a solid 
purple diamond), rs9823696, in the oesophageal adenocarcinoma meta-analysis. Pairwise correlations (r²) between 
the top SNP and the other SNPs in a 400 kb fl anking region are illustrated by diff erent colours. Grey dots denote the 
SNPs that were not present in the reference panel that was used to calculate linkage disequilibrium between SNPs. 
Light orange spikes show estimated recombination rates. (A) Genome-wide signifi cance in 4112 patients with 
oesophageal adenocarcinoma and 13 663 controls (p=1·64 × 10–⁸). (B) Not signifi cant in 6167 patients with 
Barrett’s oesophagus and 17 159 controls (p=0·45). cM=centimorgan. 
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oesophageal adenocarcinoma associated regions were 
highly expressed in the digestive system, as well as in 
the endocrine system, cardiovascular system, and in 
smooth muscle (appendix pp 7, 15). 
None of the published genome-wide signifi cant risk loci 
for BMI and obesity were associated with Barrett’s 
oesophagus and oesophageal adenocarcinoma in the 
combined meta-analysis at the genome-wide signifi cance 
level (data not shown). However, rs2898290 (within 
LINC00208 and BLK), which is strongly associated with 
Barrett’s oesophagus and oesophageal adenocarcinoma 
(p=1·2 × 10–⁸), showed some evidence of association with 
BMI in the GIANT study24 (p=0·001058).
The nine newly identifi ed Barrett’s oesophagus and 
oesophageal adenocarcinoma risk loci were characterised 
by analysis of multiple functional annotation databases 
(appendix pp 16–18). Many loci harbour genes expressed 
in the gastrointestinal tract and that have a role in 
oncogenesis. Furthermore, some of the identifi ed risk 
variants—or variants that are highly correlated with them 
(r²>0·80)—represent expression quantitative trait loci 
that regulate the expression of genes within the regions. 
Moreover, several of the implicated risk variants change 
sequence motifs for protein binding sites and are located 
within DNAase hypersensitivity regions and within 
regions with enhancer or promoter motifs.
Discussion
Our meta-analysis identifi ed 16 independent risk loci 
for development of Barrett’s oesophagus, oesophageal 
adenocarcinoma, or both, at the level of genome-wide 
signifi cance. Nine loci had not been identifi ed before; all 
previously reported risk loci were associated with both 
Barrett’s oesophagus and oesophageal adenocarcinoma 
in our meta-analysis. Thus, our study has more than 
doubled the number of known risk loci for Barrett’s 
oesophagus and oesophageal adenocarcinoma, which 
further exemplifi es the scientifi c value of meta-analysis 
of genome-wide association studies through international 
collaborations. Moreover, we identifi ed an oesophageal 
adenocarcinoma-specifi c risk locus that was independent 
of development of Barrett’s oesophagus. The sample size 
of our meta-analysis was large enough to do a pathway 
analysis to investigate genetic pathways associated with 
development of Barrett’s oesophagus and oesophageal 
adenocarcinoma. Our fi ndings indicated that cellular 
pathways involved in muscle-cell diff erentiation and 
mesenchyme development and diff erentiation were 
implicated in causing Barrett’s oesophagus and 
oesophageal adenocarcinoma. 
Findings of the functional annotation database analysis 
of the newly identifi ed Barrett’s oesophagus and 
oesophageal adenocarcinoma risk loci exemplify how 
data from genome-wide association studies can uncover 
new causal and clinical aspects of Barrett’s oesophagus 
and oesophageal adenocarcinoma (appendix pp 18–19). 
The newly identifi ed risk locus with the strongest 
association with Barrett’s oesophagus and oesophageal 
adenocarcinoma (p=4·8 × 10–¹⁰) was rs17451754 on 
chromosome 7q31. This SNP is located within intron 21 
of the CFTR gene and aff ects a region marked by 
enhancer histone modifi cations in the gastrointestinal 
tract mucosa and by DNAse hypersensitivity.25 CFTR 
encodes an ATP-binding cassette membrane protein that 
functions as a chloride channel and is mutated in cystic 
fi brosis,26 the most common autosomal recessive disorder 
among people of European ancestry. Mutations in CFTR 
lead to secretions that are abnormally viscous and 
altered in their chemical composition, leading to severe 
dysfunction of the respiratory system and gastrointestinal 
tract. Up to 81% of patients with cystic fi brosis have 
gastro-oesophageal refl ux, a major risk factor for Barrett’s 
oesophagus and oesophageal adenocarcinoma, and 
more than 50% of these individuals are treated with 
proton-pump inhibitors in high-income countries.27 
According to fi ndings of a 20-year nationwide survey 
from the USA,28 incidence of cancer at the gastro-
oesophageal junction is also increased among patients 
with cystic fi brosis, with evidence of Barrett’s oesophagus 
in these patients. Although the cause of gastro-oesophageal 
refl ux seems to diff er between most patients with and 
without cystic fi brosis, the exact mechanism of refl ux 
in patients with cystic fi brosis is still not understood 
fully. Favoured pathophysiological ideas about gastro-
oesophageal refl ux in patients with cystic fi brosis include 
lower inspiratory intrathoracic pressure with altered 
gastro-oesophageal pressure gradients,29 delayed gastric 
emptying,30 and impaired neutralisation of refl ux-acidifi ed 
oesophageal mucosa because of reduced bicarbonate 
secretion or hyperacidity of refl uxed gastric contents.31 
However, in view of the phenotypic overlap for 
gastro-oesophageal refl ux and cystic fi brosis, and for 
gastro-oesophageal refl ux and both Barrett’s oesophagus 
and oesophageal adeno carcinoma, combined with the 
identifi cation of CFTR risk variants in patients with 
Barrett’s oesophagus and oesophageal adenocarcinoma, 
it seems plausible that a common pathophysiological 
mechanism for gastro-oesophageal refl ux is triggered by 
CFTR. This idea underlines the importance of CFTR as a 
true disease gene within this region. Fine mapping of all 
genetic variation at this locus, and extensive functional 
studies, are needed to test this hypothesis because other 
pathomechanisms and risk genes cannot be excluded 
entirely. Moreover, detailed genotype–phenotype studies 
of Barrett’s oesophagus and oeso phageal adenocarcinoma, 
and of isolated patients with gastro-oesophageal refl ux 
stratifi ed for the CFTR risk variant, are needed that take 
the implicated mechanisms of gastro-oesophageal refl ux 
in cystic fi brosis into account. This work might yield 
new insights in the area of Barrett’s oesophagus and 
oesophageal adenocarcinoma research.
To our knowledge, the fi rst risk locus to be identifi ed 
that is specifi c to oesophageal adenocarcinoma is 
rs9823696 on chromosome 3q27. This SNP lies 4·9 kb 
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downstream of the HTR3C gene. Highly correlated 
variants of this marker (r²>0·80) have been identifi ed as 
regulatory active expression quantitative trait loci that 
aff ect expression of the ABCC5 gene at this locus.32 
However, these regulatory eff ects were studied in blood 
cells32 and, thus, further work needs to be done to fi nd 
out if these expression quantitative trait loci are also 
present in tissues relevant to oesophageal adeno-
carcinoma. However, on the functional level, ABCC5 
represents an interesting oesophageal adenocarcinoma 
candidate gene. The corresponding gene product belongs 
to the group of ATP-binding cassette membrane proteins 
that play a part in energy-dependent transport of various 
endogenous and exo genous substrates and has been 
implicated in cancer development and progression.33,34 
Furthermore, as with other oesophageal adenocarcinoma 
genes implicated by genome-wide association studies 
(eg, FOXF1 and FOXP1),7,9 ABCC5 has a role during 
embryonal develop ment of the intestine.35 Apart from 
the exact functional role of rs9823696, markers that 
contribute solely to oesophageal adenocarcinoma 
development could serve as predictors for disease 
progression in Barrett’s oesophagus. Because Barrett’s 
oesophagus is common in the population and only a few 
patients develop oesophageal adenocarcinoma, specifi c 
markers for the transition of Barrett’s oesophagus to 
oesophageal adeno carcinoma are needed. The risk locus 
near HTR3C and ABCC5 alone accounts for only a 
fraction of the phenotypic variance; the OR is 1·17 
between patients with oesophageal adenocarcinoma and 
controls, and 1·02 between individuals with Barrett’s 
oesophagus and controls. However, identifi cation of 
further oesophageal adenocarcinoma-specifi c markers 
with larger samples of patients with Barrett’s oesophagus 
and oesophageal adenocarcinoma, together with in-
corporation of relevant environmental and clinical data 
(eg, length of Barrett’s oesophagus segments, presence 
of low-grade dysplasia), and application of modern 
polygenic score approaches will help to identify patients 
with Barrett’s oesophagus at higher risk for oesophageal 
adenocarcinoma. Development of such risk-prediction 
methods would be an important advance in clinical 
management, because this information could be used for 
more eff ective and individualised surveillance and 
intervention strategies. Since genetic data can be used 
for risk prediction at very early stages (eg, before 
development of Barrett’s oesophagus), risk profi ling 
approaches should also focus on markers that contribute 
solely to development of Barrett’s oesophagus and are 
independent of the cause of gastro-oesophageal refl ux.
Pathways analyses showed that cellular processes 
related to muscle-cell diff erentiation and mesenchyme 
development and cell diff erentiation are associated with 
development of Barrett’s oesophagus and oesophageal 
adenocarcinoma. Involvement of the muscle-cell dif-
ferentiation pathway is especially interesting because 
this pathway might represent a link to cellular 
mechanisms in the development of hiatal hernias, which 
have been associated with gastro-oesophageal refl ux and 
Barrett’s oesophagus.36,37 In particular, in the most 
common type 1 hernia, the muscles of the oesophageal 
hiatus are absent or reduced to a few atrophic strands.38 
Thus, muscle-cell diff erentiation pathways could have a 
role in formation of hiatal hernia, which in turn might 
increase the risk for gastro-oesophageal refl ux and 
Barrett’s oesophagus and oesophageal adenocarcinoma. 
By contrast, both mesenchyme-related pathways imply 
that the epithelial-mesenchymal transition plays a part in 
development of Barrett’s oesophagus and oesophageal 
adenocarcinoma, which is characterised by loss of cell 
adhesion and increased cell migration and invasion. 
The epithelial-mesenchymal transition represents an 
essential step in invasion and metastasis of human 
cancers, particularly in early oesophageal adenocarcinoma 
originating from Barrett’s oesophagus.39 However, 
methods used in pathways analyses can diff er between 
studies, and results are not necessarily consistent. Thus, 
although the top pathways in this study are supported by 
the current pathophysiological ideas about Barrett’s 
oesophagus and oesophageal adenocarcinoma, further 
pathways analyses and functional studies could confi rm 
the involvement of these pathways in development of 
Barrett’s oesophagus and oesophageal adenocarcinoma. 
The only locus that showed signifi cant heterogeneity 
between studies was related to SNPs within or near 
TPPP and CEP72. Here, the magnitude of association 
was larger in the Bonn study than in the other studies 
included in our meta-analysis. This fi nding points to a 
so-called winner’s curse eff ect (ie, the phenomenon in 
which the eff ect size of a newly identifi ed genetic 
association is overestimated because of the insuffi  cient 
statistical power of the original study) in the Bonn study 
rather than to systematic diff erences between studies, 
because heterogeneity was only noted at this locus.
Our study has several limitations. Although we have 
provided bioinformatics evidence for the functional 
relevance of our fi ndings, we do not provide in-vitro or 
in-vivo evidence for the biological function of these 
fi ndings. Further studies are needed to investigate how 
the identifi ed risk loci contribute to development of 
Barrett’s oesophagus and oesophageal adenocarcinoma 
at the molecular and cellular level. Moreover, our study 
included control individuals who were not screened for 
the presence of Barrett’s oesophagus. Although most 
controls were probably not aff ected by Barrett’s 
oesophagus, inclusion of individuals screened for the 
absence of Barrett’s oesophagus would have increased 
our power to detect further risk loci for Barrett’s 
oesophagus and oesophageal adenocarcinoma. Further-
more, we did not include genome-wide data from a 
suffi  ciently high number of patients with isolated 
gastro-oesophageal refl ux. Such data would have 
enabled us to identify risk variants that are predictive 
for the transition from gastro-oesophageal refl ux to 
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Barrett’s oesophagus. Finally, the sample size of our 
study has only power for identifi cation of risk loci with 
moderate eff ects. Although we have used the largest 
available sample of genome-wide association study 
data analysed so far from individuals with Barrett’s 
oesophagus and oesophageal adenocarcinoma, further 
data from additional patients would have led to 
identifi cation of more risk loci.
In conclusion, our meta-analysis identifi ed nine new 
risk loci for Barrett’s oesophagus and oesophageal 
adenocarcinoma and highlighted genes and cellular 
pathways likely to be implicated in disease development. 
To our knowledge, we have identifi ed for the fi rst time 
an oesophageal adenocarcinoma association near the 
HTR3C and ABCC5 genes that is not observed in 
Barrett’s oesophagus. Although the strength of genome-
wide association study meta-analyses is identifi cation of 
disease loci, fi ne-mapping and functional studies 
of new risk loci are now needed to reveal the 
disease pathophysiology. This next step—together with 
identifi cation of additional risk loci using larger sample 
sizes through international collaborative eff orts—should 
lead to identifi cation of key molecules that have an 
important role in development of Barrett’s oesophagus 
and oesophageal adenocarcinoma, which should fi nally 
pave the way for new molecular targets for development 
of advanced prevention and intervention strategies. 
Contributors
RCF, TLV, SMa, PP, DCW, JJ, and JS designed the study. RCF, TLV, IT, IG, 
JB, TH, ACB, MMN, LC, DM, PM, HP, LAA, LB, W-HC, LJH, JL, GL, 
HAR, AHW, WY, NCB, NJS, MDG, DAC, CC, SMo, WHMP, SMa, PP, 
DCW, JJ, and JS recruited participants, obtained samples, and did 
genotyping. PG, CP, MFB, MK, SBL, SMa, and JS did the analysis. IG, AM, 
CG, MA, NK, TN, MVe, LV, TS, HM, CS, JRI, AHH, HL, DL, BS, AH, RM, 
OP, YV, KO, MVi, JW, SA, HB, JdC, RH, RGPW, PGI, JL, HN, TR, and CE 
contributed to clinician assessments and pathological confi rmation. 
PG, RCF, TLV, IT, IG, SMa, PP, DCW, JJ, and JS wrote the report. 
Declaration of interests
We declare no competing interests. 
Acknowledgments
We thank all patients and controls for participating in this study. 
The MD Anderson controls were drawn from dbGaP (study accession: 
phs000187.v1.p1). Genotyping of these controls were done through the 
University of Texas MD Anderson Cancer Center (UTMDACC) and the 
Johns Hopkins University Center for Inherited Disease Research 
(CIDR). We acknowledge the principal investigators of this study: 
Christopher Amos, Qingyi Wei, and Jeff rey E Lee. Controls from the 
Genome-Wide Association Study of Parkinson Disease were obtained 
from dbGaP (study accession: phs000196.v2.p1). This work, in part, used 
data from the National Institute of Neurological Disorders and Stroke 
(NINDS) dbGaP database from the CIDR:NeuroGenetics Research 
Consortium Parkinson’s disease study. We acknowledge the principal 
investigators and coinvestigators of this study: Haydeh Payami, 
John Nutt, Cyrus Zabetian, Stewart Factor, Eric Molho, and 
Donald Higgins. Controls from the Chronic Renal Insuffi  ciency Cohort 
(CRIC) were drawn from dbGaP (study accession: phs000524.v1.p1). 
The CRIC study was done by the CRIC investigators and supported by 
the National Institute of Diabetes and Digestive and Kidney Diseases 
(NIDDK). Data and samples from CRIC reported here were supplied by 
NIDDK Central Repositories. This report was not prepared in 
collaboration with investigators of the CRIC study and does not 
necessarily refl ect the opinions or views of the CRIC study, the NIDDK 
Central Repositories, or the NIDDK. We acknowledge the principal 
investigators and the project offi  cer of this study: Harold I Feldman, 
Raymond R Townsend, Lawrence J Appel, Mahboob Rahman, 
Akinlolu Ojo, James P Lash, Jiang He, Alan S Go, and John W Kusek. 
All funding details are provided in the appendix (pp 19–21). 
References
 1 Naghavi M, Wang H, Lozano R, et al, for the GBD 2013 Mortality 
and Causes of Death Collaborators. Global, regional, and national 
age–sex specifi c all-cause and cause-specifi c mortality for 240 causes 
of death, 1990–2013: a systematic analysis for the Global Burden of 
Disease Study 2013. Lancet 2015; 385: 117–71.
 2 Shapiro J, van Lanschot JJB, Hulshof MCCM, et al, for the CROSS 
Study Group. Neoadjuvant chemoradiotherapy plus surgery versus 
surgery alone for oesophageal or junctional cancer (CROSS): 
long-term results of a randomised controlled trial. Lancet Oncol 
2015; 16: 1090–98.
 3 Reid BJ, Li X, Galipeau PC, Vaughan TL. Barrett’s oesophagus and 
oesophageal adenocarcinoma: time for a new synthesis. 
Nat Rev Cancer 2010; 10: 87–101.
 4 Spechler SJ, Souza RF. Barrett’s esophagus. N Engl J Med 2014; 
371: 836–45.
 5 Hvid-Jensen F, Pedersen L, Drewes AM, Sorensen HT, 
Funch-Jensen P. Incidence of adenocarcinoma among patients with 
Barrett’s esophagus. N Engl J Med 2011; 365: 1375–83.
 6 Ek WE, Levine DM, D’Amato M, et al. Germline genetic 
contributions to risk for esophageal adenocarcinoma, Barrett’s 
esophagus, and gastroesophageal refl ux. J Natl Cancer Inst 2013; 
105: 1711–18.
 7 Su Z, Gay LJ, Strange A, et al. Common variants at the MHC locus 
and at chromosome 16q24.1 predispose to Barrett’s esophagus. 
Nat Genet 2012; 44: 1131–36.
 8 Palles C, Chegwidden L, Li X, et al. Polymorphisms near TBX5 and 
GDF7 are associated with increased risk for Barrett’s esophagus. 
Gastroenterology 2015; 148: 367–78.
 9 Levine DM, Ek WE, Zhang R, et al. A genome-wide association study 
identifi es new susceptibility loci for esophageal adenocarcinoma and 
Barrett’s esophagus. Nat Genet 2013; 45: 1487–93.
 10 Purcell S, Neale B, Todd-Brown K, et al. PLINK: a tool set for 
whole-genome association and population-based linkage analyses. 
Am J Hum Genet 2007; 81: 559–75.
 11 1000 Genomes Project Consortium. A map of human genome 
variation from population-scale sequencing. Nature 2010; 467: 1061–73.
12 Delaneau O, Marchini J, Zagury JF. A linear complexity phasing 
method for thousands of genomes. Nat Methods 2012; 9: 179–81.
 13 Howie B, Fuchsberger C, Stephens M, Marchini J, Abecasis GR. 
Fast and accurate genotype imputation in genome-wide association 
studies through pre-phasing. Nat Genet 2012; 44: 955–59.
 14 Howie BN, Donnelly P, Marchini J. A fl exible and accurate genotype 
imputation method for the next generation of genome-wide 
association studies. PLoS Genet 2009; 5: e1000529.
 15 Olivier D, Jonathan M, The 1000 Genomes Project Consortium. 
Integrating sequence and array data to create an improved 1000 
Genomes Project haplotype reference panel. Nat Commun 2014; 
5: 3934.
16 Wellcome Trust Case Control Consortium. Genome-wide 
association study of 14,000 cases of seven common diseases and 
3,000 shared controls. Nature 2007; 447: 661–78.
 17 Willer CJ, Li Y, Abecasis GR. METAL: fast and effi  cient 
meta-analysis of genomewide association scans. Bioinformatics 
2010; 26: 2190–91.
 18 Pruim RJ, Welch RP, Sanna S, et al. LocusZoom: 
regional visualization of genome-wide association scan results. 
Bioinformatics 2010; 26: 2336–37.
 19 Yang J, Ferreira T, Morris AP, et al. Conditional and joint multiple-SNP 
analysis of GWAS summary statistics identifi es additional variants 
infl uencing complex traits. Nat Genet 2012; 44: 369–75.
 20 Pickrell JK. Joint analysis of functional genomic data and 
genome-wide association studies of 18 human traits. 
Am J Hum Genet 2014; 94: 559–73.
 21 Liu JZ, McRae AF, Nyholt DR, et al. A versatile gene-based test for 
genome-wide association studies. Am J Hum Genet 2010; 87: 139–45.
 22 Pers TH, Karjalainen JM, Chan Y, et al. Biological interpretation of 
genome-wide association studies using predicted gene functions. 
Nat Commun 2015; 6: 5890.
Articles
www.thelancet.com/oncology   Vol 17   October 2016 1373
 23 National Human Genome Research Institute–European 
Bioinformatics Institute (NHGRI-EBI). GWAS catalog. 
June 12, 2016. http://www.ebi.ac.uk/gwas/ (accessed July 6, 2016).
24 Locke AE, Kahali B, Berndt SI, et al. Genetic studies of body mass 
index yield new insights for obesity biology. Nature 2015; 518: 197–206. 
25 Ward LD, Kellis M. HaploReg: a resource for exploring chromatin 
states, conservation, and regulatory motif alterations within sets of 
genetically linked variants. Nucleic Acids Res 2012; 
40 (database issue): D930–34.
 26 Kerem B, Rommens JM, Buchanan JA, et al. Identifi cation of the 
cystic fi brosis gene: genetic analysis. Science 1989; 245: 1073–80.
 27 Robinson NB, DiMango E. Prevalence of gastroesophageal refl ux in 
cystic fi brosis and implications for lung disease. Ann Am Thorac Soc 
2014; 11: 964–68.
 28 Maisonneuve P, Marshall BC, Knapp EA, Lowenfels AB. Cancer risk 
in cystic fi brosis: a 20-year nationwide study from the United States. 
J Natl Cancer Inst 2013; 105: 122–29.
 29 Pauwels A, Blondeau K, Dupont LJ, Sifrim D. Mechanisms of 
increased gastroesophageal refl ux in patients with cystic fi brosis. 
Am J Gastroenterol 2012; 107: 1346–53.
 30 Pauwels A, Blondeau K, Mertens V, et al. Gastric emptying and 
diff erent types of refl ux in adult patients with cystic fi brosis. 
Aliment Pharmacol Ther 2011; 34: 799–807.
 31 Woodley FW, Machado RS, Hayes D Jr, et al. Children with cystic 
fi brosis have prolonged chemical clearance of acid refl ux compared 
to symptomatic children without cystic fi brosis. Dig Dis Sci 2014; 
59: 623–30.
 32 Westra HJ, Peters MJ, Esko T, et al. Systematic identifi cation of 
trans eQTLs as putative drivers of known disease associations. 
Nat Genet 2013; 45: 1238–43.
 33 Mohelnikova-Duchonova B, Brynychova V, Oliverius M, et al. 
Diff erences in transcript levels of ABC transporters between 
pancreatic adenocarcinoma and nonneoplastic tissues. Pancreas 
2013; 42: 707–16.
 34 Alhopuro P, Sammalkorpi H, Niittymaki I, et al. Candidate driver 
genes in microsatellite-unstable colorectal cancer. Int J Cancer 2012; 
130: 1558–66.
 35 Shipp LE, Hill RZ, Moy GW, Gokirmak T, Hamdoun A. ABCC5 is 
required for cAMP-mediated hindgut invagination in sea urchin 
embryos. Development 2015; 142: 3537–48.
 36 Xenos ES. The role of esophageal motility and hiatal hernia in 
esophageal exposure to acid. Surg Endosc 2002; 16: 914–20.
 37 Andrici J, Tio M, Cox MR, Eslick GD. Hiatal hernia and the risk of 
Barrett’s esophagus. J Gastroenterol Hepatol 2013; 28: 415–31.
 38 Marchand P. The anatomy of esophageal hiatus of the diaphragm 
and the pathogenesis of hiatus herniation. J Thorac Surg 1959; 
37: 81–92.
 39 Tomizawa Y, Wu TT, Wang KK. Epithelial mesenchymal transition 
and cancer stem cells in esophageal adenocarcinoma originating 
from Barrett’s esophagus. Oncol Lett 2012; 3: 1059–63.
